Abstract
Syndecan-1 plays a key role in invasion and metastasis in endometrial cancer by helping liberate vital signals. Identification of proteins that associate with syndecan-1-enhanced cancer invasion and metastasis is a first step towards better response prediction and tailored treatment of patients. In the present study, we intended to identify putative protein biomarkers indicative of syndecan-1-induced invasion and metastasis in endometrial cancer, using 2-D gel electrophoresis coupled with MALDI-TOF mass-spectroscopy. Comparative proteome analysis was performed on human endometrial car-cinoma (HEC)-1A cells that were treated with shRNA targeting syndecan-1, also referred to as 'HEC-1A/SDC-1 KD'. Peptides and proteins were identified by matching mass and pI values on 2-D gels obtained from HEC-1A/SDC-1A KD and its corresponding control cells by using an image enhancement software PDQuest. Comparative proteome analysis revealed 14 putatively and differentially abundant proteins between HEC-1A and HEC-1A/SCD-1 KD cells, and identification of 14 differentially abundant proteins was performed by peptidemapping and the in silico database searching. They were further classified into subgroups based on their common functionality, including (i) protein stability and repair, (ii) oxidation stress, (iii) DNA repair (iv) RNA processing and trafficking. In the next studies, antibodies raised against these putative biomarkers will be tested for their relevances in endometrial cancer diagnosis and intervention. 참고 문헌
